Eleven populations of the potato cyst nematode Globodera pallida from the UK and Peru were analyzed and compared using RAPD-PCR with four 10-mer primers. In addition, seven populations of G. rostochiensis from the UK and single populations from Germany, the Netherlands and Bolivia were included for comparison. Genomic variability was found both between and within species, with more variability in G. pallida than G. rostochiensis. The genomic pool of British G. pallida populations showed considerably less variation than the Peruvian populations, with 73% and 41% similarity between populations respectively. The genomic similarity among populations of G. rostochiensis was 89% for UK populations and 82% when the two continental European populations were included. Nevertheless, between populations within each species and from the same locality, genomic differences were still found.
Potato cyst nematodes (PCN) Globodera rostochiensis (Wollenweber, 1923) Skarbilovich, 1959 and G. pallida Stone, 1973 are plant parasitic nematodes of great importance on the potato crop (Solanum tuberosum L.), causing significant economic losses to crops in both South America and Europe, estimated by various authors at up to 300 million ECU p.a. in Europe (Mulholland et al., 1996) and 127 million US dollars in Peru (Diaz & Perez, 1974) . Despite intensive study, control of these nematodes still depends largely on methods that may be described as environmentally unfriendly, as heavy reliance is still placed on highly toxic nematicides. Crop rotation does not allow sufficiently intensive potato production for the modem potato farmer. The best alternative sustainable measure for control, that of exploiting resistance in the host, has not so far yielded cultivars sufficiently resistant for control of all pathotypes of both species. To achieve that objective we may have to resort to genetically engineered novel resistance mechanisms. For the design of a resistant cultivar that will be part of an integrated pest management strategy, we need to know the characteristics of the nematode population to be controlled. For this, we need to identify field populations of the nematode by measuring gene pool similarity (Bakker et al., 1993; Caswell-Chen et al., 1992) Folkertsma et al., 1994) . The method is very sensitive, more so than RFLP, which reduces the need to process large quantities of soil to recover enough nematodes for experiments. Also it does not require speciesspecific probes, making it possible to work with species for which DNA libraries are not available (Rafalski et al., 1994) . In comparison to AFLP, RAPD-PCR is cheaper and easier to perform but also relatively less sensitive (Folkertsma et al., 1996) . The objective of this research was to look at the genomic variation among British and Peruvian populations of the potato cyst nematode G. pallida and including, for comparison, ten populations of G. rostochiensis.
MATERIALS AND METHODS

Nematode populations
Twenty one PCN populations from UK, the Netherlands, Germany, Peru and Bolivia were chosen for this study (Table I) . They were obtained from a worldwide PCN stock collection maintained by the Entomology and Nematology Department, IACR-Rothamsted (UK).
